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1. Kit for theXanalytical detection of bacteria of the 
genus Staphylococ^s characterised by more than one 
nucleic acid inolecmle as primer and/or probe, wherein at 
least one of the nucleic acid molecules hybridises 
selectively to RNA oV DNA of a group of bacteria of the 
genus Staphylococcus fXwherexn it contains at least 10 
successive nucleotidesX of the region from -113 to +58 
relative to the 3 ' -end the 23S rDNA of a Staphylococcus 
isolate or their complementary nucleotides. 

2. Kit for the analytical detection of bacteria of the 
genus Staphylococcus , characterised by more than one 
nucleic acid molecule as priVer and/or probe, wherein at 
least one of the nucleic acicl molecules hybridises' 
selectively to RNA or DNA of a group of bacteria of the 
genus Staphylococcus , wherein |t contains at least 10 
successive nucleotides of the region from -113 to +58 
relative to the 3 ' -end of the 2¥S rDNA of Staphylococcus 
aureus (ATCC 6538) or their complementary nucleotides. 

3. Kit for the analytical detection of bacteria of the 
genus Staphylococcus, characterised by more than one 




nucleic acid molecule as primer and/or probe, wherein at 
least one of the nucleic acid molecules hybridises 
selectively to RNA or DNA of a group of bacteria of the 
genus Staphylococcus, wherein it contains at least 10 
successive nucleotides of the region from 

(i) nucleotide position 54 to 83 of SEQ ID NO 1, or 

(ii) nucleotide position 100 to 166 of SEQ ID NO 1, or 

(iii) the sequences complementary to (i) or (ii). 

4. Kit for the analytical detection of bacteria of the 
genus Staphylococcus , characterised by more than one 
nucleic acid molecule as primer and/or probe for the 
detection of the presence or absence of bacteria belonging 
to a group of bacteria of the genus Staphylococcus, wherein 
at least one of the nucleic acid molecules makes it 
possible by means of nucleic acid amplification and/or 
nucleic acid hybridisation methods under suitable reaction 
conditions to distinguish between bacteria to be detected 
and bacteria that are not to be detected, and wherein the 
distinction is possible by virtue of a differing nucleic 
acid sequence at at least one base position in the region 
of SEQ ID NO: 1, or of its complementary sequence, in the 
genomic DNA and/or RNA of bacteria to be detected and 
bacteria that are not to be detected . 

5 * Kit for the analytical detection of bacteria of the 
genus Staphylococcus , characterised by more than one 
nucleic acid molecule as primer and/or probe for the 
detection of the presence or absence of bacteria belonging 
to a group of bacteria of the genus Staphylococcus, wherein 
at least one of the nucleic acid molecules makes it 
possible by means of nucleic acid hybridisation and/or 
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nucleic acid amplification methods under reaction 
conditions known per se to distinguish between bacteria to 
be detected and bacteria that are not to be detected, and 
wherein the distinction is possible by virtue of a 
differing nucleic acid sequence at at least one base 
position in 

(i) the region 54 to 83 of SEQ ID NO 1, or 

(ii) the region 100 to 166 of SEQ ID NO 1, or 

(iii) the sequence that is complementary to the region 
according to (i) or (ii) 

in the genomic DNA and/or RNA of bacteria to be detected 
and bacteria that are not to be detected, 

6. Kit according to claim 5, characterised by a nucleic 
acid molecule that has the SEQ ID NO 1 or its complementary 
sequence . 

7. Kit according to claim 6, characterised by a nucleic 
acid molecule having a sequence that is shorter than a 
nucleic acid molecule according to claim 6, namely 

(i) a sequence of the region or in the region of the 
nucleotide positions 54 to 83, or 

(ii) a sequence of the region or in the region of the 
nucleotide positions ICQ to 166, or 

(iii) a sequence that is complementary to a sequence 
according to (i) or (ii) . 

8. Kit according to claim 6, characterised by a nucleic 
acid molecule having a sequence that is shorter than a 
nucleic acid molecule according to claim 6, namely 

(i) SEQ ID NO 2, or 

(ii) SEQ ID NO 3, or 
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(iii) SEQ ID NO 4, or 

(iv) the sequences complementary to (i), (ii) and (iii), 
respectively , 

9 , Kit according to •a^5y^---ein:e~-e-^— tfee--p^ 



characterised by a nucleic acid m^olecule that differs from a 
nucleic acid molecule according to any one of the preceding 
claims but that in respect of its sequence in at least 10 
successive nucleotides of its nucleotide chain 

(i) is identical to the nucleic acid molecule according to 
any one of the preceding claims, or 

(ii) corresponds in 9 out of 10 successive nucleotides to 
the nucleic acid molecule according to any one of the 
preceding claims, or 

(iii) corresponds in 8 out of 10 successive nucleotides to 
the nucleic acid molecule according to any one of the 
preceding claims, or 

(iv) is at least 90% homologous to the nucleic acid 
molecule according to any one of the preceding claims, 

10. Kit according to Vlaim 9, characterised in that the 
nucleic acid molecule i^from 10 to 2 50, preferably from 15 
to 30, nucleotides long, ^specially characterised in that 
it is the nucleic acid mol^gcule having the sequence SEQ ID 
NO 5 . 

11, Kit according to ©rny--Qii^li3-f---fehe-^ree^^ 



characterised in that the nuc\eic acid molecule is single- 
stranded or double-stranded. 

12 . Kit according to a-i 



characterised in that the nucleic\acid molecule is present 
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(i) as DNA, or 

(ii) as RNA corresponc^ng to (i) , or 

(iii) as PNA, 

the nucleic acid molecule, where appropriate, being 
modified in a manner known per se for analytical detection 
methods, especially methqfis based on hybridisation and/or 
amplification . 
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13. Kit according to c laim 1 2, characterised in that the 
nucleic acid molecule is mopified by the replacement of up 
to 10% of the nucleotides, Specially 1 or 2 nucleotides, 
by analogous components knoffii^ per se for probes and/or 
primers, especially by nucle\)tides that do not occur 
naturally in bacteria. 
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Kit according to claim 12 ■e^^-»elraiTft~--16^ , characterised 



in that the nucleic acid molecule is modified or labelled 
or is additionally modified orllabelled in that it 
comprises, in a manner known peV se for analytical- 
detection methods, one or more Radioactive groups, coloured 
groups^ fluorescent groups, groups for immobilisation on a 
solid phase and/or groups for anlindirect or direct 
reaction, especially an enzymatia reaction, especially 
using antibodies, antigens, enzymfes and/or substances 
having an affinity for enzymes or lenzyme, complexes , or it 
comprises, in a manner known per sp for analytical 
detection methods, groups that hav| been modified or that 
modify in some other manner. 

15. Use of a kit according to 

c-lraims_for the detectionTof the presence or absence of 



bacteria belonginV to a group of bacteria of the genus 
Staphylococcus. \ 



16. Use according to claim 15, charactBrlsBd in that the 
group of bacteria oA the genus Staphylococcus comprises 
various strains of skaphylococcus aureus, 

17. Use according to plaim 15, characterised in that the 
group of bacteria of tme genus Staphylococcus comprises 
exclusively Staphylococfus aureus strains. 



characterised in that nu4i^ic acid hybridisation and/or 
nucleic acid amplif icati<^^ is carried out. 

19. Use according to claim 18, characterised in that a 
polymerase chain reaction is carried out as nucleic acid 
amplification. \ 



20. Use according to arHy-xrofe-rrP™^ — txr-irS"-, 
characterised in that the deAectionis^carried out by 
distinguishing between the bacteria to be detected and 
bacteria that are not to be detected on the basis of 
differences in the ^^^nomic DNAl and/or RNA at at least one 
nucleotide position in the region of a nucleic acid 
molecule according to any one df claims 1 to 14 . 

21. Use according to c2^iijXL^0 , {characterised in that the 



distinction is made on the basis\ of differences in the 
region of a nucleic acid molecule according to claim 6. 




18 . Use according to a-i 
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22 , Nucleic acid molecule that hybridises selectively to 
RNA or DNA of a group \of bacteria of the genus 
Staphylococcus, charaaterised in that it contains at least 
10 successive nucleotid^fis of the region from -113 to +58 
relative to the 3 ' -end oV the 23S rDNA of a Staphylococcus 
isolate or their complemAitary nucleotides, excluding a 
nucleic acid molecule tha^ has a sequence according to 
Figures 1 to 10, 

23 , Nucleic acid molecule Ahat hybridises selectively to 
RNA or DNA of a group of bacteria of the genus 
Staphylococcus, chaTacteirisea in that it contains at least 
10 successive nucleotides of khe region from -113 to +58 
relative to the 3 ' -end of the \3S rDNA of Staphylococcus 
aureus (ATCC 653 8) or their complementary nucleotides, 
excluding a nucleic acid molecu|e that has a sequence 
according to Figures 1 to 10 

24, Nucleic acid mdlecule that hybridises selectively to 
RNA or DNA of a grouA of bacteria of the genus 
Staphylococcus , aharaoterised in that it contains at least 
10 successive nucleoti(^s of the region from 

(i) nucleotide positioA 54 to 83 of SEQ ID NO 1, or 

(ii) nucleotide posit ion VlOO to 166 of SEQ ID NO 1, or 

(iii) the sequences compl^pRrentary to (i) or (ii), 
excluding a nucleic acid mplecule that has a sequence 
according to Figures 1 to 



25. Nucleic acid molecule fbr the detection of the 
presence or absence of bacteria belonging to a group of 
bacteria of the genus Staphylococcus, characterised in that 
it makes it possible by means pf nucleic acid hybridisation 



and/or nucleic ^cid amplification xnettiods under suitable 
reaction conditions to distinguish between bacteria to be 
detected and badteria that are not to be detected and that 
the distinction is possible by virtue of a differing 
nucleic acid sequence at at least one base position in the 
region of SEQ ID : 1, or of its complementary sequence, 
in the genomic DNA\and/or RNA of bacteria to be detected 
and bacteria that aire not to be detected, excluding a 
nucleic acid molecule that has a sequence according to 
Figures 1 to 10 , 1 



Nucleic acid molecule for the detection of the 
presence or absence af bacteria belonging to a group of 
bacteria of the genusl/g'taphyiococcus, characterised in that 



and/or nucleic acid amblif ication methods under reaction 
conditions known per se to distinguish between bacteria to 
be detected and bacterik that are not to be detected and 
that the distinction is possible by virtue of a differing 
nucleic acid sequence at\at least one base position in 

(i) the region 54 to 83 bf SEQ ID NO 1, or 

(ii) the region 100 to 16a of SEQ ID NO 1, or 

(iii) the sequence that is \complementary to (i) or (ii) , 
in the genomic DNA and/or RMA of bacteria to be detected 
and bacteria that are not to\be detected, excluding a 
nucleic acid molecule that has a sequence according to 
Figures 1 to 10 . \ 



27. Nucleic acid molecule, characterised in that it has 
the SEQ ID NO 1 or its complemeAitary sequence. 




it makes it possible 



means of nucleic acid hybridisation 



28. Nucleic acid molecule having a sequence that is 
shorter than a nucleic acid molecule according to claim 27, 
namely "^—^ — 

(i) a sequence of the region or in the region of the 
nucleotide positions 54 to 83, or 

(ii) a sequence of the region or in the region of the 
nucleotide positions 100 to 166, or 

(iii) a sequence that is complementary to a sequence 
according to (i) or (ii) . 

29. Nucleic acid molecule having a sequence that is 
shorter than a nucleic acid molecule according to claim 27, 
namely — ^ 

(i) SEQ ID NO 3, or 

(ii) SEQ ID NO 4, or 

(iii) the sequences complementary to (i) and (ii), 
respectively . 

30. Nucleic acid mol^ule, characterised in that in 
respect of its sequenceXin at least 10 successive 
nucleotides of its nucleotide chain 

(i) it is identical to aXnucleic acid molecule according 
to a^try--^¥i^r~'^€—c^^^ or 

(ii) it corresponds in 9 &w of 10 successive nucleotides 
to a nucleic acid molequle according to arfiy— eTte-"e^ 
G^rB^tm^-^rT'^txr-^ or 

(iii) it corresponds in 8 out\ of 10 successive nucleotides 
to a nucleic acid molecule according to afii^^™e3^re--Q^ 
cXadjfts--2^--tro™-S^, or 

(iv) it is at least 90% homolodous to a nucleic^ acid 
molecule according to ajay---%re"'"TT:^'"""ST^ 
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31. Nucleic acid moleiule, charaatBxrised in that it has 
the SEQ ID NO 5 or its Complementary sequence. 

32 . Nucleic acid molecule according to ^a^i5?'-^rte"™o^~~e±ar±^ 
2^r-txr-^ , characterised :%^that it is from 10 to 250, ^ 
preferably from 15 to 30, \iucleotides long. 

33„, Nucleic acid molecule according to a^^Y"'*"'*^TTe— ^-^---^^ 
2=^— tO"-^ , characterised in that the nucleic acid molecule 
is single-stranded or double!- stranded . 




